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Supplementary Figures
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Supplementary Figure S1: Geographic distribution of P. troglodytes subspecies in
Africa (adapted from Gonder et al. 2011 (Gonder, et al. 2011)).
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Supplementary Figure S2: PCA plots of 419 SNPs in the control regions. Eigen values
were calculated in eigenstrat and plots were made using R (Patterson, et al. 2006).
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Supplementary Figure S3: A) Bar plot output from STRUCTURE; B) Likelihoods
calculated from STRUCTURE outputs, using Harvester
(http://taylor0.biology.ucla.edu/structureHarvester/) (Pritchard, et al. 2000).
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Supplementary Figure S4: Distribution of nucleotide diversity for all the WFDC genes
in the sequenced chimpanzee subspecies and the corresponding regions in the 1000
genomes database (The 1000 Genomes Project Consortium 2010).
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Supplementary Figure S5: LD plots from Haploview (r%) (Barrett 2009; Barrett, et al.
2005).



WFDC-TEL

Supplementary Figure S6: Fst values for all the populations, plotted based on genomic
position (Excoffier 2002).



Supplementary Figure S7: Inferred network haplotypes at the EPPIN. Each circle
represents a unique haplotype, and its area is proportional to its frequency. Within each
circle, P. t. verus, P. t. ellioti, and P. t. troglodytes are labeled in green, purple and
orange, respectively. The mutations that differentiate each haplotype are shown along
each branch.(Bandelt, et al. 1999).
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Supplementary Figure S8: Phylogenetic analysis of WFDC6 and EPPIN in primates,
showing dy/ds ratios. The different branch models are represented as follows: o, one
ratio model; oy, two-ratio model; w, the three-ratio model 1; and w3 the three-ratio

model 2.
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